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Figure 1. Protein knowledge base for ontology development of protein names.
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‘Probable EMA-dependent helicase p&8 (DEAD-box protemn p&8) (DEAD-box protem 3)
Homo sapiens (human)
NCBI Taxon ID: 3606
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Cmathostomata, Teleostomi, Euteleostomi; Sarcopierygit, Tetrapoda; Amniota; Mammalia; Theria; Eutheria; Primates; Catarrhini, Hominidae; Homo
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PR 1c1452 Tc1452 [3702 ltranslation initiation facter eIF-4A1 (B)
SwissProt  [[F41 ARATH [P41376 [3702 [Eukcaryotic initiation factor 44-1 (eIF-4A-1) (eTF4A-1)
GenPept (214594805 [caca3288.1 [3702 ltranslation initiation facter eIF-4A1

GenPept 215450486 |AAK96536.1 [3702 |4T3g13920MDC16_4
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Figure 2. PIR-NREF protein names (A) constitute an initial dictionary of terms for ontology development,
and (B) can reveal term relationships.
Complete reports retrievable at: http.//pir.georgetown.edu/cgi-bin/iproclass/nfretr.pl?db=PIl&id=jc1087
and http://pir.georgetown.edu/cgi-bin/iproclass/nfretr.pl?db=Pl&id=jc1452

Mature 1958 Apr 21,332(6166).736-8 Related Articles, Mucledtide, Protein, Hew BOOKS, Linkout
Nuclear protein with sequence homology to translation initiation factor eIF-4A.
Ford VLT, Anton 14, Lane DP.

Impenal Cancer Research Fund Clare Hall Laboratories, Herts, TTE.

Thep6E proteinps a highly conserved nuclear antigen that iz thought to be wnportant in the regulation of cell growth and division. Tt iz
found i dividing cells of all mammals and amphibians tested, but not in quiescent cells. The protein shows a distinct granular

distribution in the nucleus and is induced within four hours of serum stimulation of quiescent mouse fibroblasts. The pé8 protein was
first identified because of its specific wnmunological cross-reaction with the DA tumour wirus nuclear encogene 3W40 large T,
detected with the anti-3V40 large T monoclonal antibody DL3C4, now renamed PAB204. Sequencjng ofhuman complementaxy

that p68 could be a DA or RINA helicase in the cell nucleus which is involved in rephcanon transcription or EINA processing and is
required for cell gromwth.

PMID: 2451756 [Publded - indexed for MEDLINE] <=2

Figure 3. MEDLINE abstract containing terms and relationships associated with database annotations.
Complete record retrievable at: http://www3.ncbi.nlm.nih.gov/htbin-post/Entrez/query?db=m&form=6&Dopt=r&uid=2451786
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Figure 4. Functional hierarchy of gene ontology indicating that ATP dependent RNA helicase is

a kind of (A) RNA helicase and (B) ATPase.

Complete record retrievable at: http./www.informatics.jax.org/searches/GO.cgi?id=GO:0004004
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Cther Classification

BLOCES [PEOO062%: ATP-dependent helicaze, DEAT -box subfatmily
Pfam: PF00270: DEADTEAH box helicase(107-301)

DPfam: PFO0271: Helicase conserved C-terminal domaini355-436)
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Figure 5. iProClass with superfamily-domain-motif information (report partially shown).

Complete report retrievable at: http./pir.georgetown.edu/cgi-bin/iproclass/iproclass?choice=entry&id=jc1087




